The high therapeutic properties of the imidazole related drugs have encouraged the medicinal chemists to synthesize a large number of novel chemotherapeutic agents incorporating the imidazole nucleus (Shalini et al., 2010). The broad
In the title compound, C 26 H 24 N 2 O 2 , the planar 1H-imidazole ring makes dihedral angles of 35.78 (4), 26.35 (5) and 69.75 (5) , respectively, with the dimethoxyphenyl ring and the phenyl rings in the 4-and 5-positions. In the crystal, C-HÁ Á ÁO hydrogen bonds connect neighbouring molecules, forming infinite chains running along the b axis. Furthermore, the crystal structure exhibits a C-H-Á Á Á interaction between a methyl H atom and a phenyl ring from an adjacent molecule. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Cg3 is the centroid of the C15-C20 phenyl ring. 8, 11, eicosatetraenoic acid) synthase inhibitors, carboxypeptidase inhibitors, hemeoxygenase inhibitors, anti-aging agents, anticoagulants, anti-inflammatory, antibacterial, antifungal, antiviral, anti-tubercular, anti-diabetic and antimalarial (Congiu et al., 2008; Venkatesan et al., 2008; Nakamura et al., 2004; Roman et al., 2007; Nanterment et al., 2004 and Adams et al., 2001) . In this respect and in continuation of our on-going study for synthesis of bioactive molecules, we herein report synthesis and crystal structure of the title compound (I) among series of other imidazole derivatives.
The molecular structure of (I), (Fig. 1) , has not a planar conformation. The (N1/N2/C9-C11) 1H-imidazole ring which is planar [maximum deviation = 0.005 (1) Å for C11] forms dihedral angles of 35.78 (4), 26.35 (5) and 69.75 (5)°, respectively, with the C1-C6 benzene ring and the C15-20 and C21-C26 phenyl rings. The plane of the allyl group makes a dihedral angle of 82.09 (12)° with the plane of the 1H-imidazole ring.
In (I), all bond lengths and bond angles are within normal range (Allen et al., 1987) . The C3-C4-O1-C8 and C4-C3-O2-C7 torsion angles are 171.98 (13) and -176.30 (13)°, respectively.
In the crystal packing, molecules are linked by C-H···O hydrogen bonds, forming infinite chains running along the b axis ( Table 1, Figs. 2 & 3) . In addition, a C-H···π interaction is observed between the (C8)H8B methyl H atom and the C15-C20 phenyl ring of the adjacent molecule (Table 1) .
Experimental
A mixture of 25 ml. of dimethyl sulfoxide and 2.4 g. (40 mmol) of potassium hydroxide was added in a 50-ml. volumetric flask equipped with a magnetic stirring bar. The mixture was stirred at room temperature for 5 minutes before adding of 3.26 g. (10 mmole) of 2-(3,4-dimethoxyphenyl)-4,5-diphenyl-1H-imidazole. Stirring was continued for 45 minutes, then 4.80 g. (20 mmol) of allylbromide was added. After being stirred for an additional 45 minutes the mixture was diluted with 20 ml. of water. The organic product was extracted with three 20-ml. portions of diethyl ether, and each ether layer was washed with three 10-ml. portions of water. The combined ether layers were dried over calcium chloride, and the solvent was removed at slightly reduced pressure. The excess allyl bromide was removed by distillation at approximately 15 mm. The residue was solidified upon cooling and scratching to furnish the title compound (3.22 g; 88%). Mono crystals suitable for X-ray analyses were obtained by slow evaporation method from ethanol at room temperature. M.p.
-488 K.
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Refinement
Hydrogen atoms were located geometrically and refined using a riding model with C-H = 0.93-0.97 Å, and with U iso =1.2U eq (C) or 1.5U eq (C methyl ). The methyl groups were allowed to rotate but not to tip. to prepare material for publication: WinGX (Farrugia, 1999) and PARST (Nardelli, 1983) .
Computing details

Figure 1
The molecular structure of (I) with the atom numbering scheme. Displacement ellipsoids for non-H atoms are drawn at the 50% probability level. 
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.60501 (12) 0.92104 (10) (5) C12 0.0178 (6) 0.0171 (7) 0.0176 (6) 0.0054 (5) 0.0094 (5) 0.0078 (5) C13 0.0272 (8) 0.0202 (7) 0.0177 (6) 0.0065 (6) 0.0123 (6) 0.0063 (6) C14 0.0337 (9) 0.0261 (8) 0.0203 (7) 0.0011 (7) 0.0109 (7) 0.0032 (6) C15 0.0153 (6) 0.0100 (6) 0.0128 (5) 0.0015 (5) 0.0047 (5) 0.0041 (5) C16 0.0157 (6) 0.0138 (6) 0.0158 (6) 0.0043 (5) 0.0056 (5) 0.0067 (5) C17 0.0171 (6) 0.0170 (7) 0.0184 (6) 0.0033 (5) 0.0086 (5) 0.0071 (5) C18 0.0230 (7) 0.0157 (6) 0.0146 (6) 0.0016 (5) 0.0070 (5) 0.0069 (5) C19 0.0197 (7) 0.0150 (6) 0.0150 (6) 0.0033 (5) 0.0030 (5) 0.0070 (5) C20 0.0148 (6) 0.0145 (6) 0.0164 (6) 0.0038 (5) 0.0052 (5) 0.0060 (5) C21 0.0168 (6) 0.0133 (6) 0.0134 (5) 0.0048 (5) 0.0064 (5) 0.0056 (5) C22 0.0151 (6) 0.0157 (7) 0.0229 (7) 0.0029 (5) 0.0051 (5) 0.0072 (6) C23 0.0237 (7) 0.0124 (6) 0.0264 (7) 0.0040 (6) 0.0082 (6) 0.0073 (6) C24 0.0219 (7) 0.0167 (7) 0.0187 (6) 0.0097 (6) 0.0084 (5) 0.0079 (5) C25 0.0143 (6) 0.0200 (7) 0.0188 (6) 0.0053 (5) 0.0045 (5) 0.0083 (6) 
Hydrogen-bond geometry (Å, º)
Cg3 is a centroid of the C15-C20 phenyl ring. 
